(CeMM) of the Austrian Academy of Sciences (n=161, of which 98 were previously published 1,2 , genomic data not released) for samples from Austria, Czech Republic, and Serbia, and the University of Michigan (US, n=114, all previously published 3 , GSE23452). Samples with acute promyelocytic leukemia were excluded.
The threshold of CN gain and loss were set at 0.15 and -0.15, respectively. Copy Neutral LOH or UPD (Uniparental Disomy) was defined as a region displaying LOH without a CN loss. Chromosomic CNA of at least 1 kb and with a minimum of 8 probes per segment were considered and sex chromosomes were excluded from genomic analysis for the lack of paired normal controls for all cases.
Microarray statistical analyses
CEL file reports were exported from Nexus CN (BioDiscovery) v. 8.0 and went through statistical analysis using R v3.3.2 4 and Bioconductor v3.4 (BiocInstaller 1.24.0) with following packages: "org.Hs.eg.db" v3. 4 The expression of WT1 was quantified with a Real Time PCR assay (Ipsogen WT1 ProfileQuant Kit) using ABL as control gene (sensitivity 10 -4 ).
In the group of samples from CEMM and University of Michigan, the mutational status of the same genes described above plus RUNX1, CBL, NRAS were assessed as previously described [1] [2] [3] .
Chromosome Banding Analysis
CBA was performed on bone marrow cells after short-term cultures (24 and/or 48 hours). Briefly, the cells were treated with colchicine and hypotonic solution and the pellet was fixed and washed in methanol/acetic acid Samples' IDs are reported on the top of each image representing a chromosome affected by chromothripsis:
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in some patients chromothripsis occurred in 2 different chromosomes. The figure is plotted with R package "Rawcopy" using R 3.3.2.
